EXHIBIT K 



NCBI Blast:seq id no:3 vs. McCaffiey no. 1 Page j Qf 3 

BLAST Basic Local Alignment Search Tool 



mwlBwm2m&IM!imam» ForoattingjjpJions. Download 
Blast 2 sequences 

Seq W 00:3 vs " McC «*fr»y no-1 

Results for pjci|55517 Non'e(2Q6bp)7 || 

IZ^^^r™"* inpUt SeqU6nCe - ™ 8 ^ ,etS yOU ^ *** in P* sequence 

Query ID 

lcl|55517 

tcl|55517 
Description 

None 
Molecule type 

nucleic acid 
Query Length 

206 

Subject ID 

55519 
Description 

None 
Molecule type 

nucleic acid 
Subject Length 

25 



BLASTN 2.2.22+ Citation 
Reference 

database search programs", Nucleic AcidsRes. 25:3389-^02 generabon of protem 

• No significant similarity found. For reasons why, click here 
Other reports: S^ar<#_Symrnary Oraj^myiep^rts] 



Search Parameters 

http://blast_nchi.nlm nifr gr.y/Blast.Cgi 



11/30/2009 



NCBI Blasfcseq id no:3 vs. McCaffrey no.l 



Page 2 of 3 



Program blastn 

Word size 7 

Expect value 10 

HitHstsize 100 
Match/Mismatch scores 2,-3 

Gapcosts 5,2 

Low Complexity Fitter Yes 

Filter string L;m; 

Genetic Code 1 



Karlin-Altschul statistics 

Params Ungapped Gapped 

Lambda 0.633731 0.625 

K 0.408146 0.41 

H 0.912438 0.78 



Results Statistics 

Effective search space 3582 
Graphic Summary 



Distribution of Blast Hits on the Query Sequence 



[21 



An overview of the database sequences aligned to the query sequence is shown. The score of each 
alignment is indicated by one of five different colors, which divides the range of scores into five groups 
Multiple alignments on the same database sequence are connected by a striped line. Mousing over a hit 
sequence causes the definition and score to be shown in the window at the top, clicking on a hit 
sequence takes the user to the associated alignments. New This graphic is an overview of database 
sequences aligned to the query sequence. Alignments are color-coded by score, within one of five score 
ranges. Multiple alignments on the same database sequence are connected by a dashed line Mousinq 
over an alignment shows the alignment definition and score in the box at the top. Clicking an alignment 



http^/blastncbi.nlm.nih.gov/Blastcgi 



11/30/2009 



NCBI Blast:seq id no:3 vs. McCaffrey no.2 Page j of 3 

BLAST Basic Local Alignment Search Tool 

Edit and Resubmit Save Search Strategies Formatting .options Download 
Blast 2 sequences 

soq id no :3 vs. McCaffrey no.2 

Results for flcl|28559 None (206bp) ;f| 

Your BLAST job specified more than one input sequence. This box lets you choose which input sequence 
to show BLAST results for. 

Query ID 

lcl|28559 

lcl|28559 
Description 

None 
Molecule type 

nucleic acid 
Query Length 

206 

Subject ID 

28561 
Description 

None 
Molecule type 

nucleic acid 
Subject Length 

25 

Program 

BLASTN 2.2.22+ Citation 

Reference 

Stephen F. Altschul, Thomas L. Madden, Alejandro A. Schaffer, Jinghui Zhang, Zheng Zhang Webb 
Milter, and Davrd J. Lipman (1997). "Gapped BLAST and PSI-BLAST: a new generation of protein 
database search programs", Nucleic Acids Res. 25:3389-3402. 

• No significant similarity found. For reasons why.cljck here 

Other reports: S earch Summary rjaxonomyjSDCjts] 



Search Parameters 

http://blast.ncbi.nlncLiiih.gov/Blastcgi 



1 1/30/2009 



NCBI Blastrseq id no:3 vs. McCaffiey no.2 



Page 2 of 3 



Program blastn 

Word size 7 

Expect value 10 

HWistsize 100 
Match/Mismatch scores 2,-3 

Gapcosts 5,2 

Low Complexity Filter Yes 

Filter string L;m; 

Genetic Code 1 



Karlin-Altschul statistics 

Params Ungapped Gapped 

Lambda 0.633731 0.625 

K 0.408146 0.41 

H 0.912438 0.78 



Results Statistics 

Effective search space 3582 
gra phic Summary 

Distribution of Blast Hits on the Query Sequence 



[21 



An overview of the database sequences aligned to the query sequence is shown. The score of each 
alrgnment .s indicated by one of five different colors, which divides the range of scores into five groups 
Multople alignments on the same database sequence are connected by a striped line. Mousing over a hit 
sequence causes the definition and score to be shown in the window at the toTdicking or » " I hi? 

f & U. 8 *"^ 10 the associated alignments. New: This graphic is an overview of database 
^r^? 1 ?" 6 ? ° th8 2. U6ry sequence ' Ali gnmente are color-coded by score, within one of five score 
ranges. Multiple alignments on the same database sequence are connected by a dashed line Mousing 

^«SS£^ alignment definition and m in me box at * e top - c,icki * » 



http://blastjKbi.nlm.nih.gov/Blast.cgi 



11/30/2009 



NCBI Blast.seq id no:3 vs. McCaffey no 3 



Page 1 of 4 



BLAST Basic Local Alignment Search Tool 



EXHIBIT ' 



Edit and Resubmit Save Search Strategies Fojmatting^ptLons_Dpmload 
Blast 2 sequences 

soq id no:3 vs. McCaffrey no 3 

Results for |ici[6lW Kione(2'06bp)"| |" 

Your BLAST job specified more than one input sequence. This box lets vo» 
to show BLAST results for. 

Query ID 

lcl|61181 

lcl|61181 
Description 

None 
Molecule type 

nucleic acid 
Query Length 

206 



Subject ID 

61183 
Description 
None 
Molecule type 

nucleic acid 
Subject Length 



25 

Program 



BLASTN 2.2.22+ Citation 



Reference 

Stephen F. Altschul, Thomas L. Madden, Alejandro / 
Miller, and David J. Lipman (1997), "Gapped BLAST 
database search programs", Nucleic Acids Res. 25.3 
Other reports: Search Summary [Taxanomy reports] 




Search Parameters 

Program blastn 
Word size 7 



Expect value 10 

Hitlist size 100 
Match/Mismatch scores 2,-3 

Gapcosts 5,2 

Low Complexity Fitter Yes 

Filter string |_;m; 

Genetic Code 1 



Karlin-Altschul statistics 



http:/^astncbi.nlm.nih.gov/Blastcgi 



1 1/30/2009 



NCBI Blast:seq id no:3 vs. McCaffrey no 3 



Page 2 of 4 



Params Ungapped Gapped 

Lambda 0.633731 0.625 

K 0.408146 0.41 

H 0.912438 0.78 



Results Statistics 

Effective search space 3582 



Graphic Sum mary 

Distribution of 1 Blast Hits on the Query Sequence 



L2L 



Ati overview of the database sequences aligned to the query sequence is shown. The score of each 
alignment is indicated by one of five different colors, which divides the range of scores into five groups 
Multiple alignments on the same database sequence are connected by a striped line Mousing over a hit 
sequence causes the definition and score to be shown in the window at the top clicking on a hit 
sequence takes the user to the associated alignments. New: This graphic is an overview of database 
sequences aligned to the query sequence. Alignments are color-coded by score, within one of five score 
ranges. Multiple alignments on the same database sequence are connected by a dashed line Mousinq 
over an alignment shows the alignment definition and score in the box at the top. Clicking an alignment 
displays the alignment detail. 




httj)://blastncbi.nlm.nih.gov/Blast.cgi 



11/30/2009 



NCBI Blasfcseq id no:3 vs. McCaffrey no 3 



Page 3 of 4 



Dot Matrix View 




Plot of lcl|61181 vs 61183 ffl 

This dot matrix view shows regions of similarity based upon the BLAST results. The query sequence is 
represented on the X-axis and the numbers represent the bases/residues of the query The subject is 
represented on the Y-axis and again the numbers represent the bases/residues of the subject 
Alignments are shown in the plot as lines. Plus strand and protein matches are slanted from the bottom 
left to the upper nght comer, minus strand matches are slanted from the upper left to the lower right The 
number of lines shown in me plot is me same as the number of alignments found by BLAST 



Legend for links to other resources: GJ UniGene El GEO □ Gene S Structure □ Map Viewer 

Sequences producing significant alignments : 

(Click headers to sort columns) 



13.9 13.9 3% 



http^/blastncbi.nlm.nih.gov/BIastcgi 



11/30/2009 



NCBI Blastseq id no:3 vs. McCaffiey no 3 



Page 4 of 4 



Alignments Select All Get selected sequences Distance tree of results Multiple alig nment M* 

>lcl| 61183 
Length=25 

Score =13.9 bits (14), Expect =0.23 
Identities = 7/7 (100%), Gaps = 0/7 (0%) 
Strand=Plus/Plus 

Query 65 GCCAAGT 71 

I I I I I I I 
Sbuct 18 GCCAAGT 24 



Select All Get selected sequences Distance tree of results Multiple alignment M* 



http://blastncbi.nlm.nih.gov/Blastcgi 



11/30/2009 



NCBI Blasfcseq id no:3 vs. McCaffrey no 4 p age j of 3 

BLAST Basic Local Alignment Search Tool 

Edit and Resubmit Saye^arcjLStategjes Formatting options Download 
Blast 2 sequences 

seq Id no:3 vs. McCaffrey no 4 

Results for. f^cT|4723 None(206bp) | | 

tosLw^LAsAeSfor.^ **" °™ Sequence This box lets V™ *hich input sequence 

Query ID 

ld|4723 

lcl|4723 
Description 

None 
Molecule type 

nucleic acid 
Query Length 

206 

Subject ID 

4725 
Description 

None 
Molecule type 

nucleic acid 
Subject Length 

25 

Program 

BLASTN 2.2.22+ Citation 

Reference 

S e a n nH ni5?i ''. Th ° ma f,L^ en ' AU>ian(iro A - Schaffer - Jin 9 hui ^ng. Z^ng Zhang, Webb 
M. ler, and David J. L.pman (1997), "Gapped BLAST and PSI-BLAST: a new generation of protein 
database search programs", Nucleic Acids Res. 25:3389-3402. 

• No significant similarity found. For reasons why.click here 

Other reports: Search Sjirnmary |Jaxgnomyj^r»rts] 



Search Parameters 

http://blastncbi.nlm.nih.gov/Blastcgi 



11/30/2009 



NCBI Blastrseq id no:3 vs. McCaffrey no 4 



Page 2 of 3 



Program blastn 

Word size 7 

Expect value 10 

HitJist size 100 
Match/Mismatch scores 2,-3 

Gapcosts 5,2 

Low Complexity Fitter Yes 

Filter string L;m; 

Genetic Code 1 



Karlin-Altschul statistics 

Params Ungapped Gapped 

Lambda 0.633731 0.625 

K 0.408146 0.41 

H 0.912438 0.78 



Results Statistics 

Effective search space 3582 
Gr aphic Summary 

Distribution of Blast Hits on the Query Sequence 



[21 



An overview of the database sequences aligned to the query sequence is shown. The score of each 
alignment is indicated by one of five different colors, which divides the range of scores into five groups 
Multiple alignments on the same database sequence are connected by a striped line. Mousing over a hit 
sequence causes the definition and score to be shown in the window at the top, clicking on a hit 
sequence takes the user to the associated alignments. New: This graphic is an overview of database 
sequences aligned to the query sequence. Alignments are color-coded by score, within one of five score 
ranges. Multiple alignments on the same database sequence are connected by a dashed line Mousinq 
over an alignment shows the alignment definition and score in the box at the top. Clicking an aliqnment 
displays the alignment detail. * a "M ,,,lwni 



http://blast.ncbi.rjlm.nih.gov/Blastcgi 



11/30/2009 



NCBI Blast:seq id no:3 vs. McCaffrey no 4 



Page 1 of 3 



BLAST Basic Local Alignment Search Tool 



Edit and Resubmit Save Search Strategies Formatting options Download 
Blast 2 sequences 

seq id no :3 vs. McCaffrey no 4 

Results for j*lcl|4723 None(206bpT" J 

to 0 s U ho^BLAST b SP6 |te to m ° re tha " ' nPUt Sequence - This box lets y° u 000036 whicn in P ut sequence 



Query ID 

Icll4723 

lcl|4723 
Description 

None 
Molecule type 

nucleic acid 
Query Length 

206 

Subject ID 

4725 
Description 

None 
Molecule type 

nucleic acid 
Subject Length 

25 

Program 

BLASTN 2.2.22+ Citation 



Reference 

Stephen F. Altschul, Thomas L. Madden, Alejandro A. Schaffer, Jinghui Zhang, Zheng Zhang Webb 
Miner, and Dav.d J. Lipman (1997), "Gapped BLAST and PSI-BLAST: a new generation of protein 
database search programs", Nucleic Acids Res. 25:3389-3402. 

• No significant similarity found. For reasons why.eiickhere 

Other reports: S earch Su mmary IIa)®nomy_reports] 



Search Parameters 

http:/^last.ncbi.nlmjuh.gov/Blast.cgi 



11/30/2009 



NCBI Blasfcseq id no:3 vs. McCaffrey no 4 



Page 2 of 3 



Program 


blastn 


Word size 


7 


Expect value 


10 


HrUist size 


100 


Match/Mismatch scores 2,-3 


Gapcosts 


5,2 


Low Complexity Filtt 


jr Yes 


Filter string 


L;m; 


Genetic Code 


1 



Karlin-Altschul statistics 

Params Ungapped Gapped 

Lambda 0.633731 0.625 

K 0.408146 0.41 

H 0.912438 0.78 



Results Statistics 

Effective search space 3582 
Gr aphic Summar y 

Distribution of Blast Hits on the Query Sequence 



LZL 



An overview of the database sequences aligned to the query sequence is shown. The score of each 
alignment is indicated by one of five different colors, which divides the range of scores into five qroups 
Multiple alignments on the same database sequence are connected by a striped line. Mousing over a hit 
sequence causes the definition and score to be shown in the window at the top, clicking on a hit 
sequence takes the user to the associated alignments. New: This graphic is an overview of database 
sequences aligned to the query sequence. Alignments are color-coded by score, within one of five score 
ranges. Multiple alignments on the same database sequence are connected by a dashed line. Mousinq 
aTplaTsttlf T td to? ali9nment definition and 800,8 in the ^ * t0D - clicWn 9 a" alignment 



http://blastncbi.nlm.nih.gov/Blast.cgi 



11/30/2009 



NCBI Blastrseq id no:3 vs. McCaffey no 5 



Page 1 of 3 



BLAST Basic Local Alignment Search Tool 

Edit and Resubmit Save Search Strategies Formatting options Download 
Blast 2 sequences 

seq «d no:3 vs. McCaffrey no 5 

Results for j*lct|21471 No'ne(206bp)l§ [ 

l°sl^^tXT ore lhan one input sequence - ™ s te ,ets you Which ^ 

Query ID 

lcl|21471 

lcl|21471 
Description 

None 
Molecule type 

nucleic acid 
Query Length 

206 

Subject ID 

21473 



None 
Molecule type 

nucleic acid 
Subject Length 

25 

Program 

BLASTN 2.2.22+ Citatio n 



Reference 

Stephen F. Altschul Thomas L. Madden, Alejandro A. Schaffer, Jinghui Zhang, Zhenq Zhana Webb 
y±L and DaV, S J «-.pman (1997), "Gapped BLAST and PSI-BLAST: a new generaton of p?otein 
database search programs", Nucleic Acids Res. 25:3389-3402. 

• No significant similarity found. For reasons why.click here 

Other reports: Search Summary [TaxQn^my_repo_rts] 



Search Parameters 



http:/MasLncbi.nlm.nih.gov/Blast.cgi 



11/30/2009 



NCBI Blasfcseq id no:3 vs. McCaffrey no 5 



Page 2 of 3 



Program blastn 

Word size 7 

Expect value 10 

HitJist size 100 
Match/Mismatch scores 2,-3 

Gapcosts 5,2 

Low Complexity Filter Yes 

Filter string l_m; 

Genetic Code 1 



Karlin-Altschul statistics 

Params Ungapped Gapped 

Lambda 0.633731 0.625 

K 0.408146 0.41 

H 0.912438 0.78 



Results Statistics 

Effective search space 3582 
Graphic Sum mary 

Distribution of Blast Hits on the Query Sequence 



[21 



Ari overview of the database sequences aligned to the query sequence is shown. The score of each 
SSI ^ b I ° ne ° f ^ffe™ 1 c 010 *. *"*ch divides the range of scores into five groups. 
Multiple alignments on the same database sequence are connected by a striped line. Mousing over a hit 
sequence causes the definition and score to be shown in the window at the top!dicking on a hit 
sequence takes the user to the associated alignments. New This graphic is an overview of database 
sequences aligned to the query sequence. Alignments are color-coded by score, within one of five score 
ranges. Multiple alignments on the same database sequence are connected by a dashed line Mousina 

^^t^lSiSSSSt. a,i9nment definition and score in the ** at * e top - c,ickin9 an a,ignm ^ 



http://blast.ncbi.nlm.nih.gov/Blastcgi 



11/30/2009 



NCBI Blast:seq id no:3 vs. McCaffrey no 6 



Page 1 of 4 



BLAST Basic Local Alignment Search Tool 



Edit and Resubmit Save Search Strategies Formatting options Download 
Blast 2 sequences 

saq id no;3 vs. McCaffrey no 6 

Results for p|3143 3 None(2Q6bp) f| 

tosh BL BLA^ b ^fef 1 morB than one input se q uence - Tn'S box lets you choose which input sequence 



Query 10 

Icll31433 

lcl|31433 
Description 

None 
Molecule type 

nucleic acid 
Query Length 

206 



Subject ID 

31435 
Description 

None 
Molecule type 

nucleic acid 
Subject Length 

25 

Program 

BLASTN 2.2.22+ Citation 



Reference 



Stephen F. Altschul, Thomas L. Madden, Alejandro A. Schaffer, Jinghui Zhang, Zheng Zhang Webb 
MiHer, and Dav.d J. Upman (1997), "Gapped BLAST and PSI-BLAST: a new generation of protein 
database search programs", Nucleic Acids Res. 25:3389-3402 
Other reports: Search Summary [Tamnojriyjeports] 



Search Parameters 

Program blastn 

Word size 7 

Expect value 10 

Hrtlist size 100 
Match/Mismatch scores 2,-3 

Gapcosts 5,2 

Low Complexity Filter Yes 

Filter string L;m; 

Genetic Code 1 



Karlin-Altschul statistics 



http://blastncbi.nlm.nih.gov/Blast.cgi 



11/30/2009 



NCBI Blastrseq id no:3 vs. McCaffrey no 6 



Page 2 of 4 



Params Ungapped Gapped 

Lambda 0.633731 0.625 

K 0.408146 0.41 

H 0.912438 0.78 



Results Statistics 

Effective search space 3582 



Graphic Summ ary 

Distribution of 1 Blast Hits on the Query Sequence 



LZL 



^n™^°H ^ b3Se ^"SS. a " 9ned to the quei * is shown. The score of each 

m 322 i nn^S 1 006 ° f ^ 6 ^ ent which divides the range of scores into five groups. 

Multiple alignments on the same database sequence are connected by a striped line. Mousing over a hit 
sequence causes the definition and score to be shown in the window at the topdicking on a hit 
sequence takes the user to the associated alignments. New This graphic is an overview of database 
sequences aligned to the query sequence. Alignments are color-coded by score, within one of five score 
ranges. Multiple alignments on the same database sequence are connected by a dashed line Mousina 

displaTsttie" a^rfrr? 77 Sf *" at *» t0p ' Clicking an a,i 9 nmen * 




http:^lastncbi.nlm.nih.gov/Blast.cgi 



11/30/2009 



NCBI Blastrseq id no:3 vs. McCaffrey no 6 



Dot Matrix View 



Plot of lcl|31433 vs 31435 [?] 

This dot matrix view shows regions of similarity based upon the BLAST results. The query seqi 
represented on the X-axis and the numbers represent the bases/residues of the query The sul 
represented on the Y-axis and again the numbers represent the bases/residues of the subject 
A hanments are shnwn in the nint ae linao Dine c«nit>i ^ , . , . ' .. 



Descripti ons 

Legend for links to other resources: □ UniGene II GEO □ Gene E3 Structure □ Map Viewer 

Saquancaa producing significant alignments: 

(Click headers to sort columns) 




31435 



13.9 13.9 3% 



0.23 100% 



http://blastncbi.nlm.nih.gov/Blast.cgi 



11/30/2009 



NCBI Blast:seq id no:3 vs. McCaffrey no 6 



Page 4 of 4 



Alignments. Select All Get^elecje^quences Distance tree of resiijtg Multiple alignment m 



Score =13.9 bits (14), Expect =0.23 
Identities = 7/7 (100%), Gaps = 0/7 (0%) 
Strand=Plus/Plus 

Query 166 GAACTCC 172 

I I I I I I I 
Strict 11 GAACTCC 17 



Select All Get seJected seguences Distance tree of resul ts Multiple alignment 



http://blastncbi.nlm.nih.gov/Blast.cgi 



11/30/2009 



^ NCBI Blastrseq id no:3 vs. McCaffiey no 7 Page j of 3 

BLAST Basic Local Alignment Search Tool exhibit 1 



Edit and Resubmit Save Search Strategies Formatting options Download 
Blast 2 sequences 

soq id no :3 vs. McCaffrey no 7 

Results for |'lcl|38455 None(206bp)'l gjf 

I° e U L BL tf IS? Spe ?i fi ^ more than one in P ut ^"ence. This box lets you choose which input sequence 
10 snow dlAo r results for. 

Query ID 

ICI138455 

lcl|38455 
Description 

None 
Molecule type 

nucleic acid 
Query Length 

206 

Subject ID 

38457 
Description 

None 
Molecule type 

nucleic acid 
Subject Length 

25 



BLASTN 2.2.22+ C 
Reference 

Stephen F. Altschul, Thomas L Madden, Alejandro A. Schaffer, Jinghui Zhang, Zheng Zhang Webb 
M. Her, and Dav.d J. Lipman (1997), "Gapped BLAST and PSI-BLAST: a new generation of protein 
database search programs", Nucleic Acids Res. 25:3389-3402. 

• No significant similarity found. For reasons why,c!ickhgre 

Other reports: Search Summary Llaxongmy reports} 



Search Parameters 

http:ZMastncbijita.nih.gov/Blastcgi 



11/30/2009 



' NCBI Blasfcseq id no:3 vs. McCaffrey no 7 



Page 2 of 3 



Program blastn 

Word size 7 

Expect value 10 

Hitlist size 100 
Match/Mismatch scores 2,-3 

Gapcosts 5,2 

Low Complexity Filter Yes 

Filter string L;rn; 

Genetic Code 1 



Karlin-Altschul statistics 

Params Ungapped Gapped 

Lambda 0.633731 0.625 

K 0.408146 0.41 

H 0.912438 0.78 



Results Statistics 

Effective search space 3582 
Graphic S ummary 

Distribution of Blast Hits on the Query Sequence 



[2L 



An overview of the database sequences aligned to the query sequence is shown. The score of each 
alignment is indicated by one of five different colors, which divides the range of scores into five groups 
Multiple alignments on the same database sequence are connected by a striped line. Mousing over a hit 
sequence causes the definition and score to be shown in the window at the top, clicking on a hit 
sequence takes the user to the associated alignments. New: This graphic is an overview of database 
sequences aligned to the query sequence. Alignments are color-coded by score, within one of five score 
ranges. Multiple alignments on the same database sequence are connected by a dashed line Mousing 
over an alignment shows the alignment definition and score in the box at the top. Clicking an alignment 
displays the alignment detail. a 



http:/^astncbi.nIm.nih.gov/Blast.cgi 



11/30/2009 



NCBI Blast:SEQ ID NO. 10 vs. McCAFFREY NO.l 



Page 1 of 3 



BLAST Basic Local Alignment Search Tool 



Edit and Resubmit Save Search Strategies Formatting options Download 
Blast 2 sequences 

seq id no. 10 vs. McCaffrey no.i 

Results for. j^cl|45l 83 Norie(71 bp) ^| 

Your BLAST job specified more than one input sequence. This box lets you choose which input sequence 
to show BLAST results for. 



Query ID 

lcl|45183 

lcl|45183 
Description 

None 
Molecule type 

nucleic acid 
Query Length 

71 



Subject ID 

45185 
Description 

None 
Molecule type 

nucleic acid 
Subject Length 

25 

Program 

BLASTN 2.2.22+ Citation 



Reference 

Stephen F. Altschul, Thomas L. Madden, Alejandro A. Schaffer, Jinghui Zhang, Zheng Zhang Webb 
Miller, and David J. Lipman (1997), "Gapped BLAST and PSI-BLAST: a new generation of protein 
database search programs", Nucleic Acids Res. 25:3389-3402. 

• No significant similarity found. For reasons why.djekhere 

Other reports: Search Summary [Taxonomy reports] 



Search Parameters 

http:7Mastncbi.nlnLnih.gov/Blast.cgi 



11/30/2009 



NCBI Blast:SEQ ID NO. 10 vs. McCAFFREY NO.l 



Page 2 of 3 



Program Wastn 

Word size 7 

Expect value 10 

Hitlistsize 100 
Match/Mismatch scores 2.-3 

Gapcosts 5,2 

Low Complexity Filter Yes 

Filter string L;m; 

Genetic Code 1 



Karlin-Altschul statistics 

Params Ungapped Gapped 

Lambda 0.633731 0.625 

K 0.408148 0.41 

H 0.912438 0.78 



Results Statistics 

Effective search space 1320 
Graphic Summary 

Distribution of Blast Hits on the Query Sequence 



[21 



An overview of the database sequences aligned to the query sequence is shown. The score of each 
alignment is indicated by one of five different colors, which divides the range of scores into five groups 
Multiple alignments on the same database sequence are connected by a striped line. Mousing over a hit 
sequence causes the definition and score to be shown in the window at the top clicking on a hit 
sequence takes the user to the associated alignments. New: This graphic is an overview of database 
sequences aligned to the query sequence. Alignments are color-coded by score, within one of five score 
ranges. Multiple alignments on the same database sequence are connected by a dashed line Mousinq 
over an alignment shows the alignment definition and score in the box at the top. Clicking an alignment 
displays the alignment detail. " 



http://blaslncbi.nlmjiih.gov/Blastcgi 



11/30/2009 



NCBI Blast: SEQ ID NO. 10 vs. McCAFFREY NO.2 Page j of 3 

BLAST Basic Local Alignment Search Tool 

Edit and Resubmit Save Search Strategies Formatting options Download 
Blast 2 sequences 

seq to no. 10 McCaffrey no.2 

Results for f*lcl|53051 None(71bp) lj| 

to\ U h^SsAlSfor m0re ^ inPUl Sequence - ™ s box ,ets y° u 0,10056 which in P"t sequence 

Query ID 

lcl|53051 
lcl|53051 



None 
Molecule type 

nucleic acid 
Query Length 

71 

Subject ID 

53053 
Description 

None 
Molecule type 

nucleic acid 
Subject Length 

25 

Program 

BLASTN 2.2.22+ Citation 

Reference 

Stephen F. Altschul Thomas L. Madden, Alejandro A. Schaffer, Jinghui Zhang, Zheng Zhang Webb 
Mi Iter, and Dav,d J. L.pman (1997). "Gapped BLAST and PSI-BLAST: a new generation of p%Sm 
database search programs", Nucleic Acids Res. 25:3389-3402. P 

• No significant similarity found. For reasons why. click h ere 

Other reports: Search Su mmary rTaxmomyreportsJ 



Search Parameters 

http://blast.ncbi.nlm.nih.gov/BlasLcgi 
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Program 


blast 


Word size 


7 


Expect value 


10 


Hitlist size 


100 


Match/Mismatch scores 


2.-3 


Gapcosts 


5,2 


Low Complexity Filter 


Yes 


Filter string 


L;m; 


Genetic Code 


1 



Karlin-Altschul statistics 

Params Ungapped Gapped 

Lambda 0.633731 0.625 

K 0.408146 0.41 

H 0.912438 0.78 



Results Statistics 

Effective search space 1320 



Distribution of Blast Hits on the Query Sequence 



21^! „ ^t base ^"ce? aligned to the query sequence is shown. The score of each 
alignment is indicated by one of five different colors, which divides the range of scores into five groups 
Multiple alignments on the same database sequence are connected by a striped line. Mousing over a hit 
sequence causes the definition and score to be shown in the window at the top, clicking on a hit 
sequence takes the user to the associated alignments. New: This graphic is an overview of database 
sequences aligned to the query sequence. Alignments are color-coded by score, within one of five score 
ranges. Multiple alignments on the same database sequence are connected by a dashed line Mousino 
over an ahgnment shows the alignment definition and score in the box at the top. Clicking an alignment 
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BLAST Basic Local Alignment Search Tool 

Edit and Resubmit Save Search. Strategies Formatting options Download 
Blast 2 sequences 

seq to no, io vs. McCaffrey no.3 

Results for pcl|3921 None(71bp) J| 

Your BLAST job specified more than one input sequence. This box lets you choose which input sequence 
to snow BLAST results for. 

Query ID 

!cl|3921 
lcl|3921 



None 
Molecule type 

nucleic acid 
Query Length 

71 

Subject ID 

3923 
Description 

None 
Molecule type 

nucleic acid 
Subject Length 

25 

Program 

BLASTN 2.2.22+ Cjt 



Reference 

Stephen F. Altschul, Thomas L. Madden, Alejandro A. Schaffer, Jinghui Zhang, Zheng Zhang Webb 
MiHer, and David J. Lipman (1997), "Gapped BLAST and PSI-BLAST: a new generation of protein 
database search programs", Nucleic Acids Res. 25:3389-3402. 

• No significant similarity found. For reasons why.clic k here 

Other reports: Sear ch Sum mary jTaxcjiomy reports] 



Search Parameters 

http://blastncbi.nlmjiih.gov/Blast.cgi j 1/30/2009 
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Program blastn 

Wbrd size 7 

Expect value 10 

Hit list size 100 
Match/Mismatch scores 2,-3 

Gapcosts 5,2 

Low Complexity Filter Yes 

Filter string L;m; 

Genetic Code 1 

Karlin-Altschul statistics 

Params Ungapped Gapped 
Lambda 0.633731 0.625 
K 0.408146 0.41 

H 0.912438 0.78 



Results Statistics 

Effective search space 1320 
Gra phic Summary 

Distribution of Blast Hits on the Query Sequence 



LZ1 



An overview of the database sequences aligned to the query sequence is shown. The score of each 
alignment is indicated by one of five different colors, which divides the range of scores into five groups 
Multiple alignments on the same database sequence are connected by a striped line. Mousing over a hit 
sequence causes the definition and score to be shown in the window at the top, clicking on a hit 
sequence takes the user to the associated alignments. New: This graphic is an overview of database 
sequences aligned to the query sequence. Alignments are color-coded by score, within one of five score 
ranges. Multiple alignments on the same database sequence are connected by a dashed line Mousing 
over an alignment shows the alignment definition and score in the box at the top. Clicking an aliqnment 
displays the alignment detail. * 
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NCBI Blast:SEQ ID NO. 10 vs. McCAFFREY NO.4 
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BLAST Basic Local Alignment Search Tool 

Edit and Resubmit Save Search Strategies Formatting options Download 
Blast 2 sequences 

seq id no. io vs. McCaffrey no.4 

Results for f^59547 None(7lbp) j l 




Your BLAST job specified more than one input sequence. This box lets you choose which input sequence 
to show BLAST results for. 



Query ID 

M159547 
lcl|59547 
Description 
None 
Molecule type 

nucleic acid 
Query Length 



Subject ID 

59549 
Description 

None 
Molecule type 

nucleic acid 
Subject Length 

25 

Program 

BLASTN 2.2.22+ Citation 



• No significant similarity found. For reasons why. click he re 
Other reports: Search Summary [Taxonomy reports] 



Search Parameters 




71 



Miner, ana uavia j. Lipman <iy»/j, capped BLAST 
database search programs", Nucleic Acids Res. 25:: 




> A. Schaffer, Jinghui Zhang, Zheng Zhang, Webb 
T and PSI-BLAST: a new generation of protein 
:3389-3402. 



http://blasLncbi.nlm.nih.gov/Blastcgi 
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Program blastn 

Word size 7 

Expect value 10 

HrUist size 100 
Match/Mismatch scores 2,-3 

Gapcosts 5,2 

Low Complexity Filter Yes 

Filter string L;m; 

Genetic Code 1 



Karlin-Altschul statistics 

Params Ungapped Gapped 

Lambda 0.633731 0.625 

K 0.408146 0.41 

H 0.912438 0.78 



Results Statistics 

Effective search space 1320 
Graph ic Summary 

Distribution of Blast Hits on the Query Sequence 



L2L 



An overview of the database sequences aligned to the query sequence is shown. The score of each 
alignment is indicated by one of five different colors, which divides the range of scores into five groups. 
Multiple alignments on the same database sequence are connected by a striped line. Mousing over a hit 
sequence causes the definition and score to be shown in the window at the top, clicking on a hit 
sequence takes the user to the associated alignments. New: This graphic is an overview of database 
sequences aligned to the query sequence. Alignments are color-coded by score, within one of five score 
ranges. Multiple alignments on the same database sequence are connected by a dashed line. Mousing 
over an alignment shows the alignment definition and score in the box at the top. Clicking an alignment 
displays the alignment detail. 
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BLAST Basic Local Alignment Search Tool 



Edit and Resubmit Save Search Strategies Formatting options Download 
Blast 2 sequences 

seq id no. io vs. McCaffrey no.s 

Results for. fW0651 None(71bp) "| | 

Your BLAST job specified more than one input sequence. This box lets you choose which input sequence 
to show BLAST results for. 

Query ID 

lcl| 10651 

lcl|10651 
Description 

None 
Molecule type 

nucleic acid 
Query Length 

71 

Subject ID 

10653 
Description 

None 
Molecule type 

nucleic acid 
Subject Length 

25 

Program 

BLASTN 2.2.22+ Citation 



Reference 

Stephen F. Altschul, Thomas L. Madden, Alejandro A. Schaffer, Jinghui Zhang, Zheng Zhang Webb 
Miller, and David J. Lipman (1997), "Gapped BLAST and PSI-BLAST: a new generation of protein 
database search programs", Nucleic Acids Res. 25:3389-3402. 

• No significant similarity found. For reasons why.djck here 

Other reports: S^jciLSurrjmary [Taxonom y reports] 



Search Parameters 

htrp:/^lastncbi.nIntnih.gov/Blastcgi 
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NCBI Blast:SEQ ID NO. 10 vs. McCAFFREY N0.5 



Page 2 of 3 



Program blastn 

Word size 7 

Expect value 10 

Hrtlist size 100 
Match/Mismatch scores 2,-3 

Gapcosts 5,2 

Low Complexity Filter Yes 

Filter string L;m; 

Genetic Code 1 



Karlin-Altschul statistics 

Params Ungapped Gapped 

Lambda 0.633731 0.625 

K 0.408146 0.41 

H 0.912438 0.78 



Results Statistics 

Effective search space 1320 
Graphic Summary 

Distribution of Blast Hits on the Query Sequence 



L21 



An overview of the database sequences aligned to the query sequence is shown. The score of each 
alignment is indicated by one of five different colors, which divides the range of scores into five groups. 
Multiple alignments on the same database sequence are connected by a striped line. Mousing over a hit 
sequence causes the definition and score to be shown in the window at the top, clicking on a hit 
sequence takes the user to the associated alignments. New: This graphic is an overview of database 
sequences aligned to the query sequence. Alignments are color-coded by score, within one of five score 
ranges. Multiple alignments on the same database sequence are connected by a dashed line. Mousing 
over an alignment shows the alignment definition and score in the box at the top. Clickinq an alianment 
displays the alignment detail. 
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NCBI Blast:SEQ ID NO. 10 vs. McCAFFREY NO.6 Page x of 3 

BLAST Basic Local Alignment Search Tool 

Edit ;and Resubmit Save Search Strategies Formatting.options Download 
Blast 2 sequences 

seq id ho. 10 vs. McCaffrey no.6 

Results for |*ldi26^None(71bpn| |[ 

tosho^ST reKroV™ 6 ^ *** ™ S ta ' 6tS y0U ChOOSe which in ? ut 

Query ID 

lcl|26449 

icl|26449 
Description 

None 
Molecule type 

nucleic acid 
Query Length 

71 

Subject ID 

26451 
Description 

None 
Molecule type 

nucleic acid 
Subject Length 

25 

Program 

BLASTN 2.2.22+ Citation 

Reference 

S Phen ^ n AltS ?l"; Thomas L Madden - ANandro A. Schaffer, Jinghui Zhang, Zheng Zhang Webb 
Mi ler, and David J. Lipman (1997), "Gapped BLAST and PSI-BLAST: a new generafon of protein 
database search programs", Nucleic Acids Res. 25.3389-3402. 

• No significant similarity found. For reasons why.cjjckhere 

Other reports: Search Summary D^Qngmyreports] 



Search Parameters 

http://blasLncbijilnLnih.gov/Blastcgi 
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Program blastn 

Word size 7 

Expect value 10 

Hitlist size 100 
Match/Mismatch scores 2,-3 

Gapcosts 5,2 

Low Complexity Filter Yes 

Filter string |_;m; 

Genetic Code 1 



Karlin-Altschul statistics 

Params Ungapped Gapped 

Lambda 0.633731 0.625 

K 0.408148 0.41 

H 0.912438 0.78 



Results Statistics 

Effective search space 1320 
GraehicSummarv. 

Distribution of Blast Hits on the Query Sequence 



[21 



££Z5ZSZ£2£ w S ^ en ^l s a "9 ned to q"ery sequence is shown. The score of each 
M Z i innSS b l 006 ° f fi Y e , d 5 erent ^tors, which divides the range of scores into five groups. 
Multiple alignments on the same database sequence are connected by a striped line Mousina over a hit 

SSZ Sh0Wn in Wind0w at the 4. diking on a hi? 

Z l S.T t0 th6 aSSOC ' ated alignmenls. New: This graphic is an overview of database 
Zo m'SI t0 the sequence. Alignments are color-coded by score, within one of five score 
ranges. Multiple alignments on the same database sequence are connected by a dashed line Mai2na 
S^lKElS^ aH9nment definiti ° n 3nd • oow in 016 *" at to P- an 3,^3 
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NCBI BlastSEQ ID NO. 10 vs. McCAFFREY NO.7 Page 1 of 3 

BLAST Basic Local Alignment Search Tool 

EM and Resubmit Savej5earcJii>trateg,Les Fpjmafflng_oations Dgymjoad 
Blast 2 sequences 

seq id no. 10 v». McCaffrey no.7 

Results for l*lcl|32359 None(7l'bpj"^ [ 

tosLw^LAST reSSr." 10 ' 6 °™ ^ Sequence - ™ s lets 000086 whioh '"Put sequence 

Query ID 

lcl|32359 

lcl|32359 
Description 

None 
Molecule type 

nucleic acid 
Query Length 

71 

Subject ID 

32361 
Description 

None 
Molecule type 

nucleic acid 
Subject Length 

25 

Program 

BLASTN 2.2.22+ Citation 

Reference 

K^nn ni^'i ^^L^ 6 " 1 Ate J andro A - Schaffer, Jinghui Zhang, Zheng Zhang, Webb 
Mi tier, and Dav.d J. Lipman (1997), "Gapped BLAST and PSI-BLAST: a new generation of protein 
database search programs", Nucleic Acids Res. 25:3389-3402. 

• No significant similarity found. For reasons why. click her e 

Other reports: Sj^vSAWimgry fjaxgnomyjeporls] 



Search Parameters 

http://blastncbi .nimnih ,gov/Blast.cgi 
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NCBI Blast:SEQ ID NO. 10 vs. McCAFFREY NO.7 
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Program blastn 

Word size 7 

Expect value 10 

HitJist size 100 
Match/Mismatch scores 2,-3 

Gapcosts 5,2 

Low Complexity Filter Yes 

Filter string |_;m; 

Genetic Code 1 



Karlin-Altschul statistics 

Params Ungapped Gapped 

Lambda 0.633731 0.625 

K 0.408146 0.41 

H 0.912438 0.78 



Results Statistics 

Effective search space 1320 
Graph ic Summary 



Distribution of Blast Hits on the Query Sequence 



I2L 



t^f* . ^database sequences aligned to the query sequence is shown. The score of each 
alignment , s ind.cated by one of five different colors, which divides the range of scores into five groups 
Multiple alignments on the same database sequence are connected by a striped line l!S£SS^Th» 
sequence causes the definition and score to be shown in the window at the toTd ctinTon a hrt 
sequence takes the user to the associated alignments. New: This graphic is an overview of database 
^oTm 8 ??" 6 ? t0 ^sequence. Alignments are color-coded by score, within one of five score 
ranges. Multiple alignments on the same database sequence are connected by a dashed line Mousino 

^ffaCm?^. aH9nment definifon ^ m in ** 31 t0P " C " Ck ^ 9 " ■5 =S 



http:/^lastncbi.nlm.nih.gov/Blast.cgi 
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